The complete genome sequences of four Pseudomonas fluorescens bacteriophages, UNO-SLW1 to UNO-SLW4, isolated from freshwater samples, are 39,092 to 39,215 bp long. The genomes are highly similar (identity, Ͼ0.995) but dissimilar from that of Pseudomonas phage Pf-10 (the closest relative, 0.685 to 0.686 identity), with 48 to 49 protein-coding genes and 66 regulatory sites predicted.
T7-like phage single-stranded DNA (ssDNA)-binding protein, T7-like phage primase or helicase protein, T7-like phage exonuclease (EC 3.1.11.3), T7-like phage endonuclease (EC 3.1.21.2), T7-like phage DNA polymerase (EC 2.7.7.7), T7-like tail tubular proteins A and B, T7-like phage head-to-tail joining protein, and DNA-directed RNA polymerase (EC 2.7.7.6). A total of 66 regulatory sequences were predicted, including ribosome binding sites for all genes, 11 phage-specific promoters, four host-specific promoters, and three rho-independent terminators. Accession number(s). The complete genome sequences of the four Pseudomonas phages, UNO-SLW1, UNO-SLW2, UNO-SLW3, and UNO-SLW4, have been deposited in the NCBI GenBank under accession numbers KX431888, KX449361, KX449362, and KX449363, respectively.
